In our paper we have identified distinct gene modules for T cell activation and dysfunction that are uncoupled at the single-cell level in tumor-infiltrating lymphocytes and shown that the zinc regulator proteins, metallothioneins (MT), promote T cell dysfunction. It has come to our attention that the single-cell RNA-seq data we showed in Figure 5 contains an error: out of the 8 WT plates (from 4 WT mice) and 8 MT-/-plates (from 5 MT-/-mice) sequenced and analyzed, one WT plate was switched with one MT-/-plate. We identified the problem when an independent group analyzed our deposited data and contacted us asking about unexpected results from those two plates.
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To ensure accuracy of all our deposited data, we have reconstructed the full-length transcripts from our single-cell RNA-seq and population RNA-seq data for the region of MT1 and MT2. It was necessary to do so as the MT-/-mouse was generated with the insertion of stop codons into both MT1 and MT2 exons (PMID: 8290567), yielding full-length transcripts. This endeavor unequivocally determined the genotype directly from the data, and it confirmed the switching of 1 WT plate with 1 MT-/-plate, while all other data we deposited has the correct genotype designation. We have now performed re-analysis of all affected figure panels ( Figure 5 ) and found that this correction does not alter our findings. We have made the necessary changes including updating the text and figure to reflect this correction in the pdf version of the paper. We have also corrected the metadata deposited in GEO.
In addition, we have corrected the STAR Methods to report the correct number of genes analyzed in the single-cell RNA-Seq experiments (7,955 genes, instead of the 9,863 genes reported in the original version), and to clarify that in this experiment we have included also cells from WT and MT-/-that expressed the pmel-1 transgene, that encodes the T cell receptor specific for the melanoma antigen pmel-17. The RNA-seq analyses yielded similar results regardless of whether the cells from the pmel-1 transgenic mice were included or not.
We apologize for any inconvenience that these errors may have caused.
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